Supplementary Table S2. List of differentially expressed genes in H295R cells under normal growth vs starvation conditions (>1.5 fold)
By GeneChip Human Gene 1.0 ST array studies. We identified 63 genes when setting the fold change cut-off at 1.5 with an adjusted p-value < 0.05.
Order Accession Number
Gene H295R cells were grown under serum-free, starvation (SM) or normal (GM) conditions. RNA was extracted and analyzed for differential gene expression by Affymetrix GeneChip Human Gene 1.0 ST arrays. Data were then analyzed by Cluster 3.0 and Jtreeview software for creating a representative heat map of the 14 genes which were identified at a significance level of fold change > 2. In the heat map graphic rows represent the individual genes. The gene expression levels are displayed for each independent sample. Both genes and samples were clustered by a complete linkage method. Overexpression is indicated in red, under-expression in green.
